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Abstract
Background: Recent segmental duplications are relatively large (≥ 1 kb) genomic regions of high
sequence identity (≥ 90%). They cover approximately 4–5% of the human genome and play
important roles in gene evolution and genomic disease. The DNA sequence differences between
copies of a segmental duplication represent the result of various mutational events over time, since
any two duplication copies originated from the same ancestral DNA sequence. Based on this fact,
we have developed a computational scheme for inference of point mutational events in human
segmental duplications, which we collectively term duplication-inferred mutations (DIMs). We have
characterized these nucleotide substitutions by comparing them with high-quality SNPs from
dbSNP, both in terms of sequence context and frequency of substitution types.
Results: Overall, DIMs show a lower ratio of transitions relative to transversions than SNPs,
although this ratio approaches that of SNPs when considering DIMs within most recent
duplications. Our findings indicate that DIMs and SNPs in general are caused by similar mutational
mechanisms, with some deviances at the CpG dinucleotide. Furthermore, we discover a large
number of reference SNPs that coincide with computationally inferred DIMs. The latter reflects
how sequence variation in duplicated sequences can be misinterpreted as ordinary allelic variation.
Conclusion: In summary, we show how DNA sequence analysis of segmental duplications can
provide a genome-wide mutational spectrum that mirrors recent genome evolution. The inferred
set of nucleotide substitutions represents a valuable complement to SNPs for the analysis of genetic
variation and point mutagenesis.
Background
Single point mutations represent a fundamental driving
force for the evolution of any vertebrate genome. Muta-
tions create DNA sequence variation that may alter gene
function as well as DNA conformation and protein bind-
ing [1,2]. The spectrum of nucleotide substitutions occur-
ring in human DNA sequences is the result of actions of
various mutational sources of both endogenous and exog-
enous origin. An increasing body of evidence supports the
idea that the majority of mutations are generated by error-
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prone intracellular processes that operate in a DNA
sequence-dependent manner [3,4]. Examples of endog-
enous mutagenic processes are DNA replication (i.e.
polymerase fidelity and replication slippage), post-repli-
cative DNA mismatch repair and methylation-mediated
deamination of cytosines in CpG dinucleotides [5-9]. The
sequence dependence of these processes is reflected in a
biased distribution of point mutations and their sequence
neighbourhoods, as shown by previous analyses of pseu-
dogene mutations, germline disease mutations and single
nucleotide polymorphisms (SNPs) [3,10-13]. The nature
of the observed point mutational bias is by far dominated
by the hypermutability of the CpG dinucleotide [14,15].
The extent of CpG depletion in mammalian DNA attrib-
utable by methylation-mediated mutation (i.e. 5mC→T)
is however a matter of debate [16-21]. The deficiency of
CpG seen in unmethylated vertebrate DNA viruses and
observations that CpG sequences are favored targets for
specific exogenous mutagens suggest that other muta-
tional and selectional mechanisms might contribute to
CpG depletion [22-24]. With the exception of CpG muta-
tions, linking the observed non-randomness of human
mutations to known sequence-dependent mutational
mechanisms remains challenging.
So far, large-scale genome-wide analyses of the DNA con-
text of point mutational events have relied on either dis-
ease-causing mutations or SNP data from NCBI's dbSNP
[25]. As of February 2007, dbSNP contains more than 9
million polymorphic (biallelic only) positions in the
human genome. However, studies have shown that a sub-
stantial fraction of entries in dbSNP have been errone-
ously submitted (e.g. as a result of DNA sequencing
errors), and are most likely monomorphic alleles in
human populations [26,27]. Comprehensive computa-
tional analyses of SNPs may thus easily get corrupted
unless a careful discrimination between validated and
non-validated entries in dbSNP is undertaken.
A valuable source of information on vertebrate point
mutagenesis that to our knowledge has not been thor-
oughly investigated is contained within human segmental
duplications. Recent segmental duplications are large (≥ 1
kb) regions of high sequence identity (≥ 90%) that consti-
tute all types of genomic elements, such as high-copy
repeats and gene sequences with exon-intron structures
[28-31]. Approximately 4–5% of the human genome is
covered with recent duplications, being enriched in peri-
centromeric and subtelomeric regions of the chromo-
somes [32-34]. Owing to their high degree of sequence
identity, a large number of mutational events can be
inferred with high confidence using only pairwise DNA
sequence alignments. Knowing that duplications were
once identical during evolution, point mutational events
correspond to mismatches in the aligned sequences. This
simple approach is thus powerful for detection of a muta-
tional spectrum in recent mammalian evolution. A proper
classification of the allelic fate of newly derived alleles in
segmental duplications is a different matter, however. An
allele created by a point mutation in one duplication copy
may be subject to a number of genetic processes that
determines its allelic state in duplicated DNA. Allelic drift
can take the newly derived allele through a polymorphic
state (that is, SNP in a duplication) and further to fixation,
in which the new allele and its counterpart in the other
duplication copy are termed paralogous sequence variants
(PSVs) [29,35-37]. At the same time, the newly derived
allele can be distributed into multiple sequence copies by
duplication or gene conversion [38-40]. The latter mecha-
nisms take the initial mutational event into a complex
type of sequence variation coined multisite variation
(MSV) by Fredman and colleagues [41]. Mutational
events in segmental duplications thus result in a mosaic of
different genotype patterns. Altogether, data on duplica-
tion-inferred mutations generated by our approach both
enriches the available pool of known mutational events
within recent mammalian evolution and complements
the data on disease mutations and SNPs for a contextual
DNA sequence analysis of single nucleotide substitutions
in humans.
We have developed a computational pipeline for infer-
ence of mutational events in segmental duplications in
the human genome. The analysis of duplication-inferred
mutations (DIMs) was restricted to intergenic regions of
duplications, focusing on the mutational spectrum in
regions that are believed to be more neutral with respect
to selection forces. With the aim of detecting mutational
hotspots of DIMs, we conducted a computational analysis
of the local DNA sequence context of DIMs. A compara-
tive analysis with a large set of high-quality, intergenic
SNPs from dbSNP provides insights into similarities and
differences between duplication-inferred variation and
ordinary allelic variation in unique regions of the
genome. We have also investigated the overlap between
reference SNPs in segmental duplications and computa-
tionally, duplication-inferred variants. Initial reports con-
cerning the high density of SNPs in duplications suggested
that this was due to paralogous variation being misinter-
preted as SNPs [28,36,37]. A following experimental
study of a limited set of SNPs in duplications found that
only 23% of the SNPs were consistent with paralogous
variation [41], and that multisite variation appeared to be
a common type of variation in these regions. We used a
computational,  in silico approach for the discovery of
positional and allelic overlap between SNPs and DIMs.
Our data pinpoints a large number of recorded SNPs in
segmental duplications that mimic variation between par-
alogous sequences, and these may consequently give rise
to strange patterns during traditional SNP genotyping.BMC Genomics 2009, 10:43 http://www.biomedcentral.com/1471-2164/10/43
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Results
Distribution of nucleotide substitutions
A total of 343,864 human duplication-inferred mutations
from intergenic regions of segmental duplications satis-
fied the criteria we established for reliable DIM inference
in DNA duplicon sequence alignments (see Figure 1 and
Methods). These DIMs were subject to a comparative
analysis with 1,115,692 intergenic HapMap-validated
SNPs in non-duplicated regions of the human genome.
The nucleotide composition of the two regions in which
substitutions originated displayed a difference in GC con-
tent. Overall, intergenic regions of segmental duplications
had a GC content of 41.7%, while the corresponding
regions of non-duplicated DNA contained 39.6% (χ =
42,336, df = 1, p < 0.00001). When considering GC con-
tent in duplications of different levels of sequence iden-
tity, we observed a higher content at all levels (Figure 2).
Figure 3 illustrates the distribution of substitution types
and how the proportions of SNPs compared with inferred
DIMs. Here, each type of substitution combines the nucle-
otide change for both directions (e.g. A/G represents the
sum of all A→G and G→A substitutions) because the
directions of SNPs and DIMs in our dataset are generally
unknown. The histogram shows that the proportions of
A/C and G/T, as well as A/G and C/T, were close to identi-
cal for SNPs. This observation reflects the complementary
strand symmetry in DNA sequences as reported in previ-
ous studies on SNPs [13]. Similarly, equal proportions of
complementary substitutions were observed for DIMs.
As Figure 3 shows, overall DIMs and SNPs shared similar
characteristics in terms of the distribution of substitution
types. The two transition substitutions, A/G and C/T,
account for approximately two-thirds of all substitutions
for both SNPs and DIMs. Among transversions, we discov-
ered that DIMs increased most relative to SNPs for substi-
tutions between C and G (1.37%). The observed
differences between SNPs and DIMs in terms of transition
bias were noteworthy. We found that DIMs display a
much smaller overall ratio of transitions over transver-
sions than SNPs (2.11 for SNPs vs. 1.70 for all DIMs, χ =
576.7, df = 1, p < 0.00001). Estimating the transition bias
Evolution of segmental duplications and principles for duplication-inferred mutations Figure 1
Evolution of segmental duplications and principles for duplication-inferred mutations. A: (1) An intrachromo-
somal duplication event occurs during evolution, followed by (2) a mutation in one of the duplication copies, causing a G/A 
transition. (3) A historical mutation event is inferred from an alignment of the present-day duplication copy sequences. B: 
Sequences d1, d2, d3 and d4 are all segmental duplication copies of the same ancestral DNA sequence. (i) A single base mismatch 
observed in the alignment between duplication copies d1 and d2 lead to the inference of a G/A (A/G) point mutational event 
within this DNA sequence context. (ii) An identical mismatch in the same position as observed between d1 and d2 was 
observed between d1 and d3. Such instances were not recorded twice in the set of mutational events, as the mismatch most 
likely is a propagation of the result in (i). (iii) A C/T (T/C) base mismatch in the same position as observed between d1 and d2 
was observed in the alignment of d1 (reverse strand) and d4. Since the complementary mutation has been recorded in (i), we 
did not record this mismatch as a mutational event, as it most likely was the result of propagation by duplication.BMC Genomics 2009, 10:43 http://www.biomedcentral.com/1471-2164/10/43
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with our approach ignores a potential substitution rate
variation among sites, and may thus underestimate the
extent of the bias. Henceforth, we emphasize the observed
difference we found for SNPs and DIMs rather than the
bias in itself. Furthermore, when considering the ratio of
DIM transitions over DIM transversions at different levels
of duplication sequence divergence, we observed a trend
in which the transition bias increased when duplication
divergence decreased (Figure 4). In other words, we found
that DNA sequences from duplication events in most
recent time had the highest degree of transition bias. To
gain further insight, we established a subset of the DIMs
in which transitions at the CpG dinucleotide were
excluded. It is generally accepted that the CpG dinucle-
otide mutates at a high rate in the human genome due to
deamination of 5-methylcytosine (5mC) to thymine,
although this phenomenon has not yet been shown
within the context of paralogous sequence variation.
When excluding transitions at CpG dinucleotides, the
trend towards increased transition bias in recent duplica-
tions was not as evident as when considering all DIMs
(Figure 4).
We next determined the overall distribution of substitu-
tions within the context of CpG dinucleotides (Table 1).
Substitution frequencies were obtained in two different
regions of the genome; important regulatory regions clus-
tered with unmethylated CpGs known as CpG islands,
and regions outside CpG islands. The density of CpG
islands was higher in segmental duplications (1.11%)
than in nonduplicated regions (0.87%, χ = 69,257, df = 1,
p < 0.00001). As indicated in Table 1, the fraction of
GC content in segmental duplications compared to non-duplicated genomic regions Figure 2
GC content in segmental duplications compared to non-duplicated genomic regions. GC content in intergenic 
regions of human segmental duplications (intergenic SD) at different levels of sequence divergence. The average GC content in 
non-duplicated regions is also drawn (intergenic non-SD).BMC Genomics 2009, 10:43 http://www.biomedcentral.com/1471-2164/10/43
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methylation-related transitions at CpG dinucleotides was
much higher outside of CpG islands than within CpG
islands. This was evident both in segmental duplications
(DIMs) and non-duplicated regions (SNPs).
Any observed difference between high-quality SNPs and
DIMs could potentially be a result of ascertainment biases
between the two mutation sets. The SNP set was ascer-
tained using HapMap allele frequencies, excluding poten-
tial false positives originating from DNA sequencing
errors. The DIM set was established using sequence align-
ments only, thus there is a greater chance that DIMs con-
tain false positive mutations arising from either alignment
artefacts or sequencing errors in duplications. We assessed
the potential impact of noise among the duplication-
inferred mutations in two different ways. First, we estab-
lished two subsets of DIMs using different alignment cri-
teria for DIM calling. The estimated, overall transition to
transversion ratios in these two sets were 1.72 and 1.73.
Second, we looked at three different sequence contexts
that account for many false positive SNPs arising from
DNA sequencing errors [27]. Having excluded all false
positive SNPs in our high-quality set, we assume that the
fractions of these sequence contexts in the SNP set resem-
bles expected numbers in a human mutational spectrum.
Compared with high-quality SNPs, the fraction of DIMs
that occurred in these error-prone sequencing contexts
increased with approximately 0.1–0.4% (Table 2).
Sequence contexts of DIMs
We obtained DNA oligomer frequencies at SNPs and
DIMs and in their corresponding reference regions to
address whether both types of mutations were subject to
similar mutational hotspots. Under the assumption that
the middle nucleotide of an odd-length oligomer is inde-
pendent of its surrounding sequence, we computed
expected numbers for all oligomers. Finally, we compared
the actual number for each oligomer with its expected
number, defined as overrepresentation (see Methods).
Figure 5 compares the overrepresentation of DNA oligom-
ers of length five (five-mers) at DIMs and SNPs. The plot
illustrates similar levels of overrepresentation for the
majority of five-mers at DIMs and SNPs. Oligomers where
Distribution of substitution types for DIMs and SNPs in intergenic regions Figure 3
Distribution of substitution types for DIMs and SNPs in intergenic regions. Distribution of substitution types for 
1,115,692 high-quality, genome-wide intergenic SNPs and 343,864 intergenic DIMs inferred from all human segmental duplica-
tions with sequence identity ≥ 90%. Substitution types do not carry direction (i.e. the fraction of A/G substitutions is the sum 
of A→G substitutions and G→A substitutions).BMC Genomics 2009, 10:43 http://www.biomedcentral.com/1471-2164/10/43
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substitutions occur within the CpG dinucleotide (CpG at
center) did not distribute quite as evenly between DIMs
and SNPs, however. In the majority of these oligomers,
SNPs were slightly overrepresented. The opposite was
observed for DIMs, which occurred less frequently than
expected in most of these sequences. Oligomers where
substitutions take place before or after a CpG dinucleotide
(CpG in surroundings) did not show any notable differ-
ences in abundance levels between SNPs and DIM.
We next compared the distribution of five-mers in the ref-
erence regions of SNPs and DIMs, illustrated in Figure 6.
The figure shows that the set of five-mers containing no
CpG, as well five-mers with CpG in surroundings were
roughly equally abundant in intergenic regions of seg-
mental duplications as in intergenic, nonduplicated
regions of the genome. These five-mers were distributed
close to the identity line. Five-mers affected by the CpG
effect was however strongly underrepresented in both
duplicated regions and non-duplicated regions. Further-
more, the degree of underrepresentation of these oligom-
ers was slightly stronger in the regions where SNPs
originate compared to the regions where DIMs originate.
Overlap between SNPs and DIMs in segmental 
duplications
Previous analyses of SNPs in segmental duplications have
reported an uncertainty about the validity of this particu-
lar set of SNPs [28,36,37]. The observed SNP enrichment
was initially viewed as duplication-induced, representing
paralogous rather than allelic variation. More advanced
techniques have later shown that the spectrum of
sequence variation in duplications appears as a complex
combination of PSVs, SNPs in duplications and MSVs
Transitions to transversions ratio among duplication-inferred mutations Figure 4
Transitions to transversions ratio among duplication-inferred mutations. The ratio of transitions to transversions 
among inferred mutations in segmental duplications at different levels of sequence divergence. The uppermost line in the plot 
illustrates transitions to transversions ratios when all inferred mutations were included. The lowermost line show computed 
ratios when transitions at the CpG dinucleotide were excluded.BMC Genomics 2009, 10:43 http://www.biomedcentral.com/1471-2164/10/43
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[41]. In this work, we have quantified the number of
inferred mutational events in segmental duplications that
overlap with reference SNPs in segmental duplications.
We retrieved a total of 458,811 SNPs from dbSNP that
mapped within intergenic regions of segmental duplica-
tions. Of these SNPs, 301,968 (65.8%) were non-vali-
dated. The remaining 156,843 (34.2%) SNPs had been
validated according to different criteria (see Methods). In
comparison with the complementary, non-duplicated
regions of the genome, which contained 31.3% nonvali-
dated SNPs, segmental duplications were significantly
enriched for non-validated SNPs (χ = 24,952, df = 1, p <
0.00001). We then established a procedure to test whether
SNPs in intergenic regions of segmental duplications
coincided with DIMs. The procedure matched SNP and
DIM alleles at chromosomal positions where SNPs had
been identified and inferred DIMs had been recorded.
Overall, we found that the chromosomal positions of
83,987 SNPs matched either a target or a source position
of our inferred DIMs. Among these 83,987 SNPs, the alle-
les of 80,856 (96.3%) SNPs matched perfectly with corre-
sponding DIM bases. Thus, we discovered that 17.6% of
all reported intergenic SNPs in segmental duplications
(80,856 SNPs out of total of 458,811) mirror sequence
variation found among inferred DIMs. Although the
majority of the 80,856 SNPs that overlapped with DIMs
were non-validated (56,425 SNPs, 69.8%), our findings
also revealed a substantial fraction of DIM overlap for val-
idated SNPs (24,431 SNPs, 30.2%). These observations
suggest that many reference SNPs in duplications most
likely represent paralogous sequence variation, induced
by signals from paralogous sequences in the genome. The
subset of DIM-overlapping SNPs was inferred from seg-
mental duplications that displayed a distribution domi-
nated by duplications with 97–100% DNA sequence
identity (Figure 7). All SNP entries that we found to coin-
cide with mutational events in segmental duplications are
available as supplementary material http://snp.uio.no/
dim/.
Fredman et al. conducted an experimental study in which
they genotyped predicted SNPs in segmental duplications
from fully homozygous genomes of complete hydatidi-
form moles (CHMs) [41]. They discovered that only 23%
gave patterns indicative of PSVs, and 28% behaved differ-
ently than SNPs and PSVs, being the sum of individual
genotyping signals from similar-sequence duplication
copies. They termed the latter category multisite variants
(MSV). Among 105 SNPs being targeted in their study, 64
SNPs mapped to the intergenic regions of duplications
used in our analysis, of which they experimentally verified
11 as PSVs. We observed all 11 variants among our com-
putationally inferred DIMs. An additional overlap was
Table 1: Substitution frequencies at the CpG dinucleotide context
Substitution context SNPs DIMs
Non-CpG island: (A/C)G 4.69 (14,399/307,128) 5.73 (4,320/75,433)
Non-CpG island: (C/G)G 4.65 (14,270/307,128) 6.28 (4,665/75,433)
Non-CpG island: (C/T)G 40.71 (125,040/307,128) 37.69 (28,589/75,433)
Non-CpG island: C(A/G) 40.62 (124,746/307,128) 37.91 (28,713/75,433)
Non-CpG island: C(C/G) 4.58 (14,078/307,128) 4.58 (4,765/75,433)
Non-CpG island: C(G/T 4.75 (14,595/307,128) 4.75 (4,381/75,433)
CpG island: (A/C)G 9.80 (206/2,103) 9.02 (304/3,371)
CpG island: (C/G)G 13.03 (274/2,103) 14.74 (497/3,371)
CpG island: (C/T)G 27.29 (574/2,103) 26.49 (893/3,371)
CpG island: C(A/G) 26.82 (564/2,103) 26.76 (902/3,371)
CpG island: C(C/G) 13.41 (282/2,103) 14.06 (474/3,371)
CpG island: C(G/T) 9.65 (203/2,103) 8.93 (301/3,371)
Nucleotide substitution percentages at the CpG dinucleotide context are shown for intergenic DIMs and SNPs, within and outside CpG islands. 
The percentages of substitutions are shown along with raw counts in parentheses. Differences between islands and non-island regions for 
methylation-related substitutions (in boldface) are statistically significant (p < 0.00001) by Chi-square analysis.
Table 2: Substitution frequencies at sequence contexts associated with DNA sequencing errors
Substitution context SNPs DIMs
A(G/H)N 14.24 (158,901/1,115,692) 14.62 (50,277/343,864)
C(A/Y)C 0.38 (4,250/1,115,692) 0.45 (1,542/343,864)
G(A/C)C 1.14 (12,697/1,115,692) 1.42 (4,866/343,864)
A comparison of nucleotide substitution percentages in DIMs and high-quality SNPs at three sequence contexts previously shown to be 
overrepresented in false positive SNPs [27]. The percentages of substitutions are shown along with raw counts in parentheses. H stands for A, C or 
T, Y stands for C or T and N stands for any base.BMC Genomics 2009, 10:43 http://www.biomedcentral.com/1471-2164/10/43
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Overrepresentation of DNA oligomers (five-mers) at sites of SNPs and recorded DIMs Figure 5
Overrepresentation of DNA oligomers (five-mers) at sites of SNPs and recorded DIMs. The plot compares the 
abundance of five-mers at substitution sites between SNPs and DIMs. Overrepresentation for a given five-mer is defined as the 
ratio between the number of observed five-mers with the expected number of five-mers. Five-mers are further divided into 
three groups; five-mers with CpG in their surroundings (e.g. CGAAT/ATTCG), those with CpG in the center (e.g. AGCGA/
TCGCT) and five-mers with no CpGs.
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observed for 25 inferred DIMs that were designated as
MSVs by Fredman and colleagues.
Discussion
An understanding of the contextual patterns of nucleotide
substitutions in the vertebrate genome is important for
several reasons. The spectrum of mutational events reflect
how the genome has been shaped during evolution, the
mechanism of substitution mutagenesis, and it can also
shed light on fundamental cellular processes such as
genome stability, DNA replication and repair.
Overrepresentation of DNA oligomers (five-mers) in duplicated and non-duplicated genomic regions Figure 6
Overrepresentation of DNA oligomers (five-mers) in duplicated and non-duplicated genomic regions. Five-mers 
are divided into three groups; five-mers with CpG in their surroundings (e.g. CGAAT/ATTCG), those with CpG in the center 
(e.g. AGCGA/TCGCT) and five-mers with no CpGs.
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In this study, we have inferred a large set of point muta-
tions originating within segmental duplications in the
human genome. These point mutations were compared
with a genome-wide collection of high-quality SNPs to
assess whether these two datasets of mutational events
show similar patterns in terms of distribution and sur-
rounding sequence contexts. We initially recognized that
regions of the genome covered by segmental duplications
had a higher GC content than the grand average in non-
duplicated regions. A previous study also reported a posi-
tive correlation between GC content and segmental dupli-
cations [34]. However, the biological interpretation of the
strong association between GC content and segmental
duplications is not obvious. One part may by attributed to
the increased gene density in duplications [41], as regions
containing genes are known to be GC-rich. Biased gene
conversion may in addition play a role, a process in which
repair of mismatches in heteroduplex recombination
intermediates favour the fixation of G and C alleles
[42,43]. Also, duplications are particularly enriched in
subtelomeric regions of the chromosomes that are directly
linked with GC-rich isochors [44].
The distribution of nucleotide substitutions observed in
segmental duplications displays a pattern that in general
is similar to SNPs. Both sets of mutations display an excess
of transitional substitutions, a common phenomenon in
vertebrate genomes. Among the four different transver-
sions, the greatest difference between SNPs and DIMs
were found for C/G substitutions. This finding suggests a
potential association between the nucleotide composition
of duplications and the frequency of substitutions, given
the high GC content found in segmental duplications.
Moreover, we observed a notable difference in the overall
DIMs overlap with SNPs in segmental duplications at different levels of sequence divergence Figure 7
DIMs overlap with SNPs in segmental duplications at different levels of sequence divergence. Density distribution 
of the sequence divergence in which inferred mutations overlap (in terms of alleles and position) with predicted SNPs in seg-
mental duplications. The distribution of all DIMs is shown for comparative purposes.BMC Genomics 2009, 10:43 http://www.biomedcentral.com/1471-2164/10/43
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ratio of transitions to transversions between DIMs and
SNPs, and an increased ratio in recently occurring DIMs.
These results may reflect the evolutionary time window in
which the two sets of substitutions were sampled, as well
as differences in nucleotide composition between dupli-
cated and non-duplicated DNA. Substitutions within
recent segmental duplications comprise mutational
events potentially originating 35–40 million years ago (≥
90% sequence identity) up until today (100% sequence
identity), and will thus include a substitution spectrum
beyond the human lineage. SNPs should on the other
hand represent point mutational events within the
human lineage only, as they represent genetic variation
between humans. If one assumes that the rate of transver-
sions and transitions varies over time [45], one would
therefore expect to see stronger long-term effects within
the DIM dataset than in the SNP set. Previous studies have
shown that the rate of 5mC deamination is limited by
local GC content [46,47]. Thus, the GC richness of seg-
mental duplications may be partly responsible for the
fewer observed transitions relative to transversions.
The majority of DNA oligomers at DIM and SNP sites,
respectively, displayed similar levels of abundance. This
observation implies in essence that the majority of SNPs
and DIMs appear to be generated by similar mutational
mechanisms. We confirmed the latter in oligomers drawn
from reference regions, that is intergenic regions of seg-
mental duplications and intergenic, non-duplicated
regions. However, we also discovered that many oligom-
ers that contain substitutions at the CpG dinucleotide are
overrepresented at SNPs while underrepresented at DIMs.
In the reference regions, these oligomers were less under-
represented in duplications than in nonduplicated
regions. As mentioned above, different effects at the CpG
dinucleotide may be caused by differences in GC content,
which in turn lead to different 5 mC deamination rates.
Furthermore, when looking at the total mutational spec-
trum at the CpG dinucleotide, we observed that the fre-
quency of methylation-related transitions differed
significantly in CpG islands and non-island regions
(Table 1). Our results henceforth imply that mutational
events drawn from paralogous sequences exhibit the same
suppression of methylation-dependent deamination in
CpG islands as SNPs have been shown to do [15].
During large-scale computational identification of SNPs,
many single nucleotide differences between genomic
clones are taken as evidence of allelic variation and sub-
mitted to dbSNP. Without proper validation by other
means, this form of SNP discovery will inevitably lead to
spurious results caused by the duplication content of the
human genome [26,48]. To address this issue, we system-
atically examined predicted SNP alleles in segmental
duplications and mutations inferred from duplication
alignments. Our approach revealed that nearly one out of
five SNPs in duplications bear resemblance of paralogous
sequence variation. Whether these SNPs behave like ordi-
nary SNPs, MSVs or fixed PSVs is yet to be determined.
Nonetheless, we suspect that traditional genotyping of the
majority of these SNPs will produce misleading allele fre-
quencies and genotype patterns since they will receive
additional signals from paralogous sequences. Further, we
discovered that SNPs that mirror mutational events in
duplications are most prominent in duplications of high
(≈97–100%) sequence identity, an observation for which
we have no obvious explanation at present. In a compar-
ative analysis with a small set of previously experimentally
verified PSVs, we found all designated paralogous
sequence variants among our computationally inferred
mutations. In addition, we observed an overlap with com-
putationally inferred DIMs and sites that were determined
to be MSVs. The type of polymorphisms represented by
MSVs involves a variation in duplication copy-number,
and presumably indicates that much multisite variation
may have originated from point mutational events in par-
alogous sequences.
Our approach does have some inherent limitations that
could affect the reliability of the results obtained. These
limitations involve the data source, i.e. detection of seg-
mental duplications and reliability of DNA sequence
alignments, the approach for inference of mutational
events, and the sample effect. With respect to the source of
segmental duplications, we relied on data provided by
HGSDB [36]. The detection scheme employed by HGSDB
uses BLAST for pairwise comparisons of all assembled
chromosomes. Detected duplications will thus depend on
the overall quality of the genome assembly, and inferred
mutations will rely on correctly determined consensus
sequences in the assembly. We reduced some potential
assembly (and sequencing) errors by excluding high-copy
repeats from the analysis, as assembly programs may fail
to distinguish single base differences between repeat cop-
ies from erroneous base calls [49,50]. Since the degree of
sequence divergence between duplications in HGSBB are
all less than 10%, the resulting alignments are highly sig-
nificant. Also, we placed restrictions on the alignment
window around candidate DIMs to exclude potential
alignment artefacts. Altering the alignment restrictions for
DIM calling in two other DIM sets did not change the dis-
tribution of DIM substitutions to a large extent. In error-
prone DNA sequencing contexts we observed a small
increase of DIMs relative to high-quality SNPs, suggesting
a minor impact of random noise in the DIM set. Alto-
gether, we believe that the sequence alignments did not
cause any serious errors.
Computational inference of mutational events leading to
DIMs also has limitations. First of all, the directionality ofBMC Genomics 2009, 10:43 http://www.biomedcentral.com/1471-2164/10/43
Page 12 of 15
(page number not for citation purposes)
the mutations was not inferred with our approach, i.e. an
A→T mutation could not be distinguished from a T→A
mutation. Thus, an observed (C/T)G substitution may not
necessarily reflect the deamination of a methylated thym-
ine, but rather correspond to a thymine to cytosine transi-
tion. A recent study of the directionality of SNPs indicated
that most substitutions in intergenic regions have roughly
the same amounts of substitutions in either direction
[11]. Whether DIMs display the same characteristics is
unknown. Secondly, when the same mutational events
were found propagated in several duplications (Figure
1B), we excluded them as individual events under the
assumption of no multiple substitutions at a single site.
This assumption is not likely to be violated in DNA
sequences that show as low degree of sequence divergence
as recent segmental duplications.
The sample of inferred DIMs were, as mentioned above,
retrieved from all human chromosomes in regions where
duplications have been found to exist. The total number
of DIMs sampled was so large (≈344,000) that we believe
they can provide a general pattern of substitutions in seg-
mental duplications. In contrast to unique DNA
sequences, duplicated sequences frequently undergo
homology-driven mutation when involved in either non-
allelic homologous recombination or gene conversion
[28,42]. In the latter process, DNA repair of nucleotide
mismatches in heteroduplex DNA intermediates has been
shown to be GC-biased, providing a direct link to the GC-
richness of duplications [51]. Investigating the relation-
ship between biased repair and the observed distribution
of DIMs requires further work, considering that base mis-
pairs are corrected with different efficiencies and specifici-
ties in mammals [52]. The inferred point mutational
spectrum was restricted to intergenic regions, excluding all
DIMs located within RefSeq transcripts. Among all DIMs
inferred, we thus omitted nearly 31.5% in our analyzed
sample, as they all originated within UTRs, exons and
introns residing in segmental duplications. As shown in
early studies of molecular evolution, regions under func-
tional constraints (i.e. human transcripts) show different
patterns and rates of substitutions from selectively neutral
sequences such as pseudogenes [53,54]. In order to estab-
lish a neutral pattern of point mutations in segmental
duplications, minimized with the confounding effects of
natural selection, we excluded any mutational event in
which either of the nucleotides were found inside RefSeq
transcripts. Since the point mutational spectrum in coding
regions of segmental duplications may display different
characteristics than what we found in intergenic regions,
we suggest that these nucleotide substitutions should be
explored in further work.
Most important, our computational analysis of segmental
duplications in the human genome suggests that they can
be utilized as a novel data source for the analysis of verte-
brate point mutagenesis. There are essentially two differ-
ent observations that support this claim. First, the
distribution and context of computationally inferred
DIMs and a set of high-quality set of SNPs in intergenic
regions of the genome were largely similar (Figures 3, 5
and 6). Second, we found that a large fraction of the
inferred DIMs overlap with verified SNPs, which provides
evidence that our inference strategy is able to retrieve
actual mutational events that lead to genetic variation.
Moreover, our inferred set of nucleotide substitutions
originates from regions in all human chromosomes, as
segmental duplications are not restricted to any particular
chromosome, but rather distributed in a genome-wide
fashion. We believe that the inferred dataset of point
mutations may be a valuable complement to SNPs for the
analysis of human genetic variation.
Methods
Segmental duplication data
The Human Genome Segmental Duplication Database
(HGSDB, http://projects.tcag.ca/humandup) has been
reported to contain chromosomal coordinates of all seg-
mental duplications (length ≥ 5 kb and sequence identity
≥ 90%) in the human genome, based on a computational
detection scheme [36]. In total, 12589 unique pairwise
sequence alignments of duplication copies were down-
loaded from HGSDB (build hg17). The two sequences in
any pairwise sequence alignment of duplications were
denoted as source and target sequences. 6587 alignments
had both source and target sequences located on the same
chromosome (intrachromosomal duplications), the
remaining 6002 alignments had their duplication copies
on nonhomologous chromosomes (interchromosomal
duplications). Several regions were involved in both inter-
and intrachromosomal duplications. The average align-
ment length was approximately 20.5 kb. The total nonre-
dundant content of recent segmental duplications was
found to be 133.9 Mb, comprising 4.7% of the non-gap
length (2851.3 Mb) of the human genome. Chromo-
somal coordinates of RefSeq transcripts and CpG islands
annotated to hg17 were downloaded as flat files from the
UCSC genome browser http://genome.ucsc.edu and
mapped to segmental duplications from HGSDB. High-
copy repeats in segmental duplications were identified as
lower-case nucleotides (output from RepeatMasker)
within alignments downloaded from HGSDB.
Inference of mutational events in segmental duplications
Mutational events were inferred using DNA sequence
alignments from HGSDB only. Figure 1A illustrates the
basic inference principle. Since no other mammalian
genome was used in our analysis, we did not attempt to
infer the directionality of the mutational events or sepa-
rate events that originated within different vertebrate lin-BMC Genomics 2009, 10:43 http://www.biomedcentral.com/1471-2164/10/43
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eages. We merely inferred that mutational events had
occurred since the duplication event took place. Two
other factors related to the nature of segmental duplica-
tions had further impact on how DIMs were recorded (see
Figure 1B). We wrote software for the traversal of pairwise
DNA sequence alignments and recording of all muta-
tional events along with their neighbouring sequence con-
text (total entries n = 800,649). The dataset was reduced
by excluding DIMs occurring in RefSeq transcripts as well
as high-copy repeats as masked by RepeatMasker (n =
548,088). An alignment window of length 40 around
each candidate DIM was extracted. To ensure that inferred
DIMs were results of actual point mutational events rather
than alignment artefacts, we only kept DIMs where the 40
bp alignment window satisfied the following criteria: (1)
maximum four mismatches, (2) maximum two gaps
(indels) and (3) no mismatches in the three immediate
positions upstream and downstream of the candidate
DIM site. With these criteria, the total number of inter-
genic inferred DIMs was 343,864. To test whether these
alignment criteria induced any bias in the distribution of
DIM types, we established two control sets in which DIMs
were inferred in a stricter manner. In the first control set,
we required a minimum of seven non-variant bases
upstream and downstream of the candidate DIM site
(258,612 DIMs), and in the second control set we
increased this number to fifteen (108,117 DIMs).
To ensure that substitutions were sampled consistently
across alignments with different sequence identity, we cal-
culated the overall transition to transversion ratio for
DIMs as a weighted sum of ten different bin ratios. DIMs
were initially put in ten bins according to the sequence
alignment identity in which they originated (i.e. 90 to
100), and a ratio for each bin was calculated without
weighting. Each bin was then assigned a weight, represent-
ing the expected fraction of all substitutions that origi-
nated from alignments in the given bin. The expected
number of substitutions in an alignment was estimated as
alignment length multiplied by the fraction of nonidenti-
cal bases (the expected number in a bin was found by
summing over all bin alignments).
SNP data
The human dbSNP database (build 126) was downloaded
as XML files and parsed with Perl scripts for retrieval of
biallelic RefSNP entries (reference SNPs). We established
two different sets of SNP data. The first set contained a
high-quality set of SNPs in non-duplicated regions of the
genome, used for a comparative sequence context analysis
with DIMs. The second set contained all reference SNPs in
segmental duplications.
In the high-quality set of SNPs, we decided to only keep
entries that were validated within the HapMap project
[55]. We excluded all ambiguously mapped SNPs, that is,
polymorphic sites where the flanking sequences did not
map to a unique region in the genome with an alignment
identity of at least 99% (total entries n = 2,160,150). The
fraction of SNPs where allele frequencies in none of the
four HapMap populations satisfied the basic SNP defini-
tion, that is, minor allele frequency ≥ 1%, were also omit-
ted (as these may not mirror true SNP sites). The number
of SNPs was further reduced by excluding SNPs that
mapped within RefSeq transcripts (n = 1,337,235), SNPs
where the flanking sequence (100 bp) fell inside high-
copy repeats as masked by RepeatMasker (n = 1,131,893),
and finally SNPs inside segmental duplications (n =
1,115,692).
A second set of SNPs was established by fetching all refer-
ence SNPs located within intergenic regions of segmental
duplications, both validated and nonvalidated (n =
458,811). A SNP was classified as nonvalidated within
dbSNP if it did not satisfy any of the following criteria: 1)
allele frequencies in a given population, 2) multiple inde-
pendent submissions, or 3) both alleles seen in at least
two chromosomes. An overlap between a SNP and a DIM
was considered valid if the chromosomal position of the
SNP matched either the source or the target position asso-
ciated with the DIM, and that the alleles at the SNP and
DIM site matched (either directly or in a complementary
manner if the SNP and DIM were recorded on different
strands).
Sequence context of nucleotide substitutions
We determined whether similar mutational mechanisms
act upon segmental duplications as in non-duplicated
genomic regions by quantifying the frequencies of DNA
oligomers at DIMs and high-quality SNPs. For compari-
son, we counted reference oligomer frequencies in the sur-
rounding regions of DIMs (intergenic, duplicated DNA)
and SNPs (intergenic, non-duplicated DNA).
Let uxv represent a k-mer where x is the middle nucleotide
and u and v are surrounding nucleotides, and u[xy]v rep-
resent a k-mer where the middle nucleotide is a substitu-
tion pair x/y. Let n(uxv) count the number of k-mers that
are either uxv  or its reverse complement, and define
n(u[xy]v) similarly. We count SNPs and DIMs separately.
The nucleotide and substitution pair probabilities are p(x)
= n(x)/n and p([xy]) = n([xy])/n for reference region and
substitution respectively, with n the corresponding total
number of nucleotides. Note that by this definition f.ex.
p(A) = p(T) is the probability of any nucleotide being
either A or T, each with a 1/2 probability of being on
either strand. If the middle nucleotide, x or [xy], is inde-
pendent of the surrounding nucleotides, the expected
numbers in the reference regions areBMC Genomics 2009, 10:43 http://www.biomedcentral.com/1471-2164/10/43
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μ(uxv) = n(u*v)·p(x)/2
where n(u*v) is the sum of all n(uxv) for different x, and
the division by two is because there is a 1/2 chance that x
is on the same strand as u*v. For substitutions,
μ(u[xy]v) = n(u[**]v)·p(xy)/2
except that if either [xy] or u*v are their own reverse com-
plements one should not divide by 2. The overrepresenta-
tion (or abundance) is defined as R(uxv) = n(uxv)/μ(uxv),
and R(u[x*]v) = n(u[x*]v)/μ(u[x*]v) where u[x*]v indi-
cates the sum over all matching u[xy]v for n and μ.
Authors' contributions
EH conceived the study and outlined data analysis tasks.
SN performed data retrieval and statistical analysis with
help from EAR and TR. EH and TR provided feedback on
results obtained. SN and EH drafted the manuscript
together. All authors read and approved the final manu-
script.
Acknowledgements
We thank various people (Razi Khaja, Jeff MacDonald and Dr. Steven W. 
Scherer) working at the Centre for Applied Genomics in Toronto for 
assistance with data from the Human Genome Segmental Duplication Data-
base [36]. We also wish to thank Dr. Anthony J. Brookes and Dr. Evan E. 
Eichler for providing the rsIDs of SNPs analyzed in their study of sequence 
variation in segmental duplications [41].
References
1. Gartenberg MR, Crothers DM: DNA sequence determinants of
CAP-induced bending and protein binding affinity.  Nature
1988, 333(6176):824-829.
2. Sims J, Rabbitts TH, Estess P, Slaughter C, Tucker PW, Capra JD:
Somatic mutation in genes for the variable portion of the
immunoglobulin heavy chain.  Science 1982, 216(4543):309-311.
3. Krawczak M, Ball EV, Cooper DN: Neighboring-nucleotide
effects on the rates of germ-line single-base-pair substitution
in human genes.  Am J Hum Genet 1998, 63(2):474-488.
4. Thilly WG: Have environmental mutagens caused oncomuta-
tions in people?  Nat Genet 2003, 34(3):255-259.
5. Aquilina G, Bignami M: Mismatch repair in correction of replica-
tion errors and processing of DNA damage.  J Cell Physiol 2001,
187(2):145-154.
6. Ehrlich M, Wang RY: 5-Methylcytosine in eukaryotic DNA.  Sci-
ence 1981, 212(4501):1350-1357.
7. Kunkel TA: Misalignment-mediated DNA synthesis errors.
Biochemistry 1990, 29(35):8003-8011.
8. Kunkel TA, Loeb LA: Fidelity of mammalian DNA polymer-
ases.  Science 1981, 213(4509):765-767.
9. Lindahl T, Nyberg B: Heat-induced deamination of cytosine res-
idues in deoxyribonucleic acid.  Biochemistry 1974,
13(16):3405-3410.
10. Blake RD, Hess ST, Nicholson-Tuell J: The influence of nearest
neighbors on the rate and pattern of spontaneous point
mutations.  J Mol Evol 1992, 34(3):189-200.
11. Jiang C, Zhao Z: Mutational spectrum in the recent human
genome inferred by single nucleotide polymorphisms.
Genomics 2006, 88(5):527-534.
12. Zhao Z: Neighboring-Nucleotide Effects on Single Nucleotide
Polymorphisms: A Study of 2.6 Million Polymorphisms
Across the Human Genome.  Genome Res 2002,
12(11):1679-1686.
13. Zhao Z, Zhang F: Sequence context analysis of 8.2 million sin-
gle nucleotide polymorphisms in the human genome.  Gene
2006, 366(2):316-324.
14. Cooper DN, Youssoufian H: The CpG dinucleotide and human
genetic disease.  Hum Genet 1988, 78(2):151-155.
15. Tomso DJ, Bell DA: Sequence context at human single nucle-
otide polymorphisms: overrepresentation of CpG dinucle-
otide at polymorphic sites and suppression of variation in
CpG islands.  J Mol Biol 2003, 327(2):303-308.
16. Bird AP: DNA methylation and the frequency of CpG in ani-
mal DNA.  Nucleic Acids Res 1980, 8(7):1499-1504.
17. Cooper DN, Krawczak M: Cytosine methylation and the fate of
CpG dinucleotides in vertebrate genomes.  Hum Genet 1989,
83(2):181-188.
18. Duret L, Galtier N: The covariation between TpA deficiency,
CpG deficiency, and G+C content of human isochores is due
to a mathematical artifact.  Mol Biol Evol 2000,
17(11):1620-1625.
19. Jabbari K, Bernardi G: Cytosine methylation and CpG, TpG
(CpA) and TpA frequencies.  Gene 2004, 333:143-149.
20. Simmen MW: Genome-scale relationships between cytosine
methylation and dinucleotide abundances in animals.  Genom-
ics 2008, 92(1):33-40.
21. Sved J, Bird A: The expected equilibrium of the CpG dinucle-
otide in vertebrate genomes under a mutation model.  Proc
Natl Acad Sci USA 1990, 87(12):4692-4696.
22. Karlin S, Doerfler W, Cardon LR: Why is CpG suppressed in the
genomes of virtually all small eukaryotic viruses but not in
those of large eukaryotic viruses?  J Virol 1994, 68(5):2889-2897.
23. Pfeifer GP: Mutagenesis at methylated CpG sequences.  Curr
Top Microbiol Immunol 2006, 301:259-281.
24. Shackelton LA, Parrish CR, Holmes EC: Evolutionary basis of
codon usage and nucleotide composition bias in vertebrate
DNA viruses.  J Mol Evol 2006, 62(5):551-563.
25. Sherry ST, Ward MH, Kholodov M, Baker J, Phan L, Smigielski EM,
Sirotkin K: dbSNP: the NCBI database of genetic variation.
Nucleic Acids Res 2001, 29(1):308-311.
26. Nelson MR, Marnellos G, Kammerer S, Hoyal CR, Shi MM, Cantor
CR, Braun A: Large-scale validation of single nucleotide poly-
morphisms in gene regions.  Genome Res 2004, 14(8):1664-1668.
27. Platzer M, Hiller M, Szafranski K, Jahn N, Hampe J, Schreiber S, Back-
ofen R, Huse K: Sequencing errors or SNPs at splice-acceptor
guanines in dbSNP?  Nat Biotechnol 2006, 24(9):1068-1070.
28. Bailey JA, Gu Z, Clark RA, Reinert K, Samonte RV, Schwartz S, Adams
MD, Myers EW, Li PW, Eichler EE: Recent segmental duplica-
tions in the human genome.  Science 2002,
297(5583):1003-1007.
29. Bailey JA, Yavor AM, Massa HF, Trask BJ, Eichler EE: Segmental
duplications: organization and impact within the current
human genome project assembly.  Genome Res 2001,
11(6):1005-1017.
30. Eichler EE: Recent duplication, domain accretion and the
dynamic mutation of the human genome.  Trends Genet 2001,
17(11):661-669.
31. Samonte RV, Eichler EE: Segmental duplications and the evolu-
tion of the primate genome.  Nat Rev Genet 2002, 3(1):65-72.
32. Linardopoulou EV, Williams EM, Fan Y, Friedman C, Young JM, Trask
BJ: Human subtelomeres are hot spots of interchromosomal
recombination and segmental duplication.  Nature 2005,
437(7055):94-100.
33. She X, Jiang Z, Clark RA, Liu G, Cheng Z, Tuzun E, Church DM, Sut-
ton G, Halpern AL, Eichler EE: Shotgun sequence assembly and
recent segmental duplications within the human genome.
Nature 2004, 431(7011):927-930.
34. Zhang L, Lu HH, Chung WY, Yang J, Li WH: Patterns of segmental
duplication in the human genome.  Mol Biol Evol 2005,
22(1):135-141.
35. Bailey JA, Eichler EE: Primate segmental duplications: crucibles
of evolution, diversity and disease.  Nat Rev Genet 2006,
7(7):552-564.
36. Cheung J, Estivill X, Khaja R, MacDonald JR, Lau K, Tsui LC, Scherer
SW: Genome-wide detection of segmental duplications and
potential assembly errors in the human genome sequence.
Genome Biol 2003, 4(4):R25.
37. Estivill X, Cheung J, Pujana MA, Nakabayashi K, Scherer SW, Tsui LC:
Chromosomal regions containing high-density and ambigu-Publish with BioMed Central    and   every 
scientist can read your work free of charge
"BioMed Central will be the most significant development for 
disseminating the results of biomedical research in our lifetime."
Sir Paul Nurse, Cancer Research UK
Your research papers will be:
available free of charge to the entire biomedical community
peer reviewed and published  immediately upon acceptance
cited in PubMed and archived on PubMed Central 
yours — you keep the copyright
Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp
BioMedcentral
BMC Genomics 2009, 10:43 http://www.biomedcentral.com/1471-2164/10/43
Page 15 of 15
(page number not for citation purposes)
ously mapped putative single nucleotide polymorphisms
(SNPs) correlate with segmental duplications in the human
genome.  Hum Mol Genet 2002, 11(17):1987-1995.
38. Bosch E, Hurles ME, Navarro A, Jobling MA: Dynamics of a human
interparalog gene conversion hotspot.  Genome Res 2004,
14(5):835-844.
39. Hurles ME: Gene conversion homogenizes the CMT1A paral-
ogous repeats.  BMC Genomics 2001, 2(1):11.
40. Rozen S, Skaletsky H, Marszalek JD, Minx PJ, Cordum HS, Waterston
RH, Wilson RK, Page DC: Abundant gene conversion between
arms of palindromes in human and ape Y chromosomes.
Nature 2003, 423(6942):873-876.
41. Fredman D, White SJ, Potter S, Eichler EE, Den Dunnen JT, Brookes
AJ: Complex SNP-related sequence variation in segmental
genome duplications.  Nat Genet 2004, 36(8):861-866.
42. Chen JM, Cooper DN, Chuzhanova NA, Férec C, Patrinos GP: Gene
conversion: mechanisms, evolution and human disease.  Nat
Rev Genet 2007, 8(10):762-775.
43. Galtier N: Gene conversion drives GC content evolution in
mammalian histones.  Trends Genet 2003, 19(2):65-68.
44. Costantini M: An isochore map of human chromosomes.
Genome Res 2006, 16(4):536-541.
45. Kimura M: A simple method for estimating evolutionary rates
of base substitutions through comparative studies of nucle-
otide sequences.  J Mol Evol 1980, 16(2):111-120.
46. Fryxell KJ, Moon W: CpG mutation rates in the human genome
are highly dependent on local GC content.  Mol Biol Evol 2005,
22(3):650-658.
47. Zhao Z, Jiang C: Methylation-dependent transition rates are
dependent on local sequence lengths and genomic regions.
Mol Biol Evol 2007, 24(1):23-25.
48. Reich DE, Gabriel SB, Altshuler DA: Quality and completeness of
SNP databases.  Nat Genet 2003, 33(4):457-458.
49. Batzoglou S, Jaffe D, Stanley K, Butler J, Gnerre S, Mauceli E, Berger
B, Mesirov JP, Lander E: ARACHNE: a whole-genome shotgun
assembler.  Genome Res 2002, 12(1):177-189.
50. Tammi MT, Arner E, Kindlund E, Andersson B: Correcting errors
in shotgun sequences.  Nucleic Acids Res 2003, 31(15):4663-4672.
51. Marais G: Biased gene conversion: implications for genome
and sex evolution.  Trends Genet 2003, 19(6):330-338.
52. Brown TC, Jiricny J: Different base/base mispairs are corrected
with different efficiencies and specificities in monkey kidney
cells.  Cell 1988, 54(5):705-711.
53. Gojobori T, Li WH, Graur D: Patterns of nucleotide substitu-
tion in pseudogenes and functional genes.  J Mol Evol 1982,
18(5):360-369.
54. Imanishi T, Gojobori T: Patterns of nucleotide substitutions
inferred from the phylogenies of the class I major histocom-
patibility complex genes.  J Mol Evol 1992, 35(3):196-204.
55. The International HapMap Consortium: The International Hap-
Map Project.  Nature 2003, 426(6968):789-796.